• • Fourteen years after the spill, the ecological Fourteen years after the spill, the ecological integrity of the site is questionable and integrity of the site is questionable and appropriate remediation action can not be carried appropriate remediation action can not be carried out. out. 
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RESEARCH OBJECTIVE RESEARCH OBJECTIVE
This study is aimed at identifying the microbial This study is aimed at identifying the microbial communities that inhabit the sediment of a communities that inhabit the sediment of a lentic lentic ecosystem polluted by aviation fuel about 14 years ecosystem polluted by aviation fuel about 14 years ago using: ago using:
• • the conventional culture the conventional culture--dependent methods, and dependent methods, and • • the 16S the 16S metagenomic metagenomic (culture (culture--independent) independent) approaches. approaches.
• • This is the first time, to the best of our knowledge, This is the first time, to the best of our knowledge, that 16S that 16S metagenomic metagenomic tools is used to determine tools is used to determine the ecological integrity of any environmental the ecological integrity of any environmental media in the Niger Delta region, Nigeria. media in the Niger Delta region, Nigeria. • • The purity as well as the quantity of the extracted DNA was exam The purity as well as the quantity of the extracted DNA was examined by ined by recording its UV absorption spectrum using recording its UV absorption spectrum using NanoDrop NanoDrop spectrophotometer and spectrophotometer and running the DNA in 1% running the DNA in 1% agarose agarose gel electrophoresis. gel electrophoresis.
DNA Amplification and Sequencing DNA Amplification and Sequencing • • The extracted DNA was amplified by Polymerase chain reaction (PC
The extracted DNA was amplified by Polymerase chain reaction (PCR) using R) using appropriate primers pairs. appropriate primers pairs.
• • Successful amplification of DNA was verified by electrophoresis.
Successful amplification of DNA was verified by electrophoresis.
• • The nucleotide sequence of the purified products was determined The nucleotide sequence of the purified products was determined by NGS by NGS technique in an automated PCR cycle technique in an automated PCR cycle--Genome Sequencer Genome Sequencer™ ™ MiSeq MiSeq ( (Illuminar Illuminar). ).
• • Analysis and alignment was performed using Vector NTI Suite 9 ( Analysis and alignment was performed using Vector NTI Suite 9 (InforMax InforMax, Inc; , Inc; USA). USA).
• • Overall
Overall bioinformatics analysis was done using NCBI bioinformatics analysis was done using NCBI--BLAST BLAST--2.2.24 and CLC 2.2.24 and CLC BioGenomics BioGenomics workbench v7.5.1 workbench v7.5.1. . 
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